: SEC elution of armless tRNAs 
The elution was followed at 280 nm to better distinguish the peaks due to signal saturation at 260 nm. Chromatograms correspond to tRNA Arg in 50 mM HEPES-NaOH pH 7.5, 10 mM MgCl2 (Alow salt) and with 150 KCl (B -high salt), tRNA Ile in 50 mM HEPES-NaOH pH 7.5, 10 mM MgCl2 (C -low salt) and with 150 KCl (D -high salt). In all cases, the major peak corresponding to the monomeric tRNA was preceded by another containing a dimeric form. RNAcomposer (Popenda et al, 2012) , whereas the starting model for tRNA Phe was the crystal structure deprived of its CCA tail. The initial models (in blue) were disturbed along their normal modes using ElNemo (Suhre & Sanejouand, 2004) and manually adjusted with SASpy in PyMOL (Panjkovich & Svergun, 2016) to select conformers (in green) that best fitted the SAXS data. 
